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Blast 2 Sequences results 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 223 [Apr-24-2002] 

| gap opem[ii: gap extension: |i j 



x_dropoff: [sol expect |io . oj wordsize: (Tl Eta © 



Sequence 1 lcl|seq_l Length 955 (1 „ 955) PKP f p T A % 
Sequence 2 lcl|seq_2 Length 839 (1 .. 839) 9 Or\P <3 0 £> 



m 




NOTE.Th statistics (bitscore and expect value) is calculated based on the size of nr database 
Score = 162 bits (411)/ Expect = 2e-38 

Identities « 208/781 (26%), Positives = 329/781 (41%), Gaps = 114/781 (14%) 

Query: 179 TFWS ENQ S C FLFMDNI C I QTNTAGKGGA I Y A - GT SNS FESNNCDLFF INNACCAGGAI F 237 

TF+ + CP DNI T TA GAI G + + LF+ACG 
Sbjct: 85 TFLGNGYTLCF DNI TTTASNPGAINVQGQGKTLGISGFSLF — SCAYCPPGTTG 136 

Query: 238 SPICSLTGN RGNIVFTONRCFKNVETAS SEASDGGAIKVTTRLDVT- - -GNRGRI 289 

GN . ++VF+ KN . TA +GGAI+ D N + 

Sbjct: 137. YGAIQTKGNTTLKDNSSLVFH KNCSTA EGGAIQCKGSSDAELKIENNQNL 186 

Query: 290 FFSDNITKNYGGAIYAPVVTLVTOGPTYFINNVANN KGGAIYI -DGTSNSKISADR 344 

FS+N + + GGAIYA +T+V GPT F NN +N KGGAI I D + ++AD 
Sbjct: 187 VFSENSSTSKGGAIYADKLTIVSGGPTLFSNNSVSNGSSPKGGAISIKDSSGECSLTADL 246 

Query: 345 HAIIFNENIVTNWSANGTSTSANPPRRNAITVA^ 404 

I F+ N + + + T T RN+I + + LA + FYDPI 

Sbjct: 247 GDITFDGNKIIKTSGGSSTVT — ■ BNSIDLGTGK-FTKLRAKDGFGIFFYDPITGGG 299 

Query: 405 AG-VSVSFNKEADQTGSVVFSGATVNSAD-FHQRNLQTKTPAPLTLSNGFIjC 462 

+ ++++ + D TG +VFSG ++ + NL + P+TLS G L ++D +T 

Sbjct: 300 SDELNINKKETVTJYTGKIWSGEKLSDEEXARAENLA^ 359 

Query: 463 VNRFTQ-TGGWSLGNGAV1>SCYKNGAGNSAS 521 

+ TQGV+GL +G +ITL ++ +N++S+ G 
Sbjct: 360 AKQVTQEAGSTVVMDLGTTLQTPSSG GETITLTNLDINIASLGGGGG T 407 

Query: 522 EPTNNSNNYTAOTAATFSLSDVXLSLIDDYGNSPYESTDLTHALSSQPMLSISEASDNQL 581 

P + N TA • A T + ++L+D GN+ YE L +S+P +1 . ++ 

Sbjct: 408 SPAKLATN-TASQAITIN AVNLVDADGNA- YEDP ILA- - - T S KP FT AI VATTNAS T 458 

Query: 582 RSDDMDFSGLNVP- -HYGWQGLWSWGWAKTQDPEPASSATITDPKKANRFHRTLJiLTWLP 639 

+ D VP HYG+QG W+ W D E A+ +T LTW 

Sbjct: 459 VTQPTDNLTNYVPPTHYGYQGNWTVTW DTETAT-- KTATLTWEQ 500 

Query: 640 AGYVPSPKHRSPLIANTLWG — NMLLATESLKNSAELTPSDHPFWGITGGGLGMMVYQEP 697 

GY P+P+ + PL+ NTLWG + h A ++L + + H G GL +++ 

Sbjct: 501 TGYS PNPERQGPLVPNTLWGAF S DLRAIQNLMDI SVNGADYHR — GFWVSGLANFLHKSG 558 

Query: 698 RENHPGFHMRSSGYFAGMIA- -GQTHTFSLKFSQTYTKLNE-RYAKN- -NVSSKNYSCQG 752 

http://www.ncbl.nlm.nlh.gov/bla8t/bI2seq/wblast2xaI7 
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BLAST 2 SEQUENCES 



This tool produces the alignment of two given sequences using BLAST engine for local alignment 
The stand-alone executable for blasting two sequences (bl2seq) can be retrieved from NCBI ftp site 

Reference: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences", 
FEMS Microbiol Lett 174:247-250 



Program 



Parameters used in BLASTN prog ram only: 

Reward for a match:[ JPenalty for a mismatch:^ 



Use Mega BLAST Strand option I 



Open gap [lT • and extension gap [l j penalties ". 
gap x_dropoff [so - ] expect |io .o word size |3 j Filter 



Sequence 1 Enter accession or GI | clone e or download i&om file | 

~jto:[o__ 



or sequence in FASTA format from: 



DPE P AS SAT ITD PKKANRFHRTLLLTWL P AGYVP S PKHRS PL I ANTLWGNMLLATESLKNS 
AELTPSDHPFWGITGGGIXaiMVYQEPRENHPGFHMRS SGYFAGMI AGQTHTFSLKFSQTYT 
KLNERYAKNNVSSKNYSCQ^EMLFSLQEGFLLAKLVGLYSYG^ 
FRSQTMGGAVFFDLFMKPFGSTHILTAPFLGAZX3IYS 

LVPIGVKGSFM^TQRPQAWTVEIAYQPVLYRQELEIATQLLASKGIWFGSG^ 
YKI SQQTQPLSWLTLHFQYHGFYS S STFCNYLNGEIALRF . 



Sequence 2 Enter accession or GI [pomp90b or download from file | 

Hto:[o 



or sequence in FASTA format from: 



! 



XT JJ*AV«liV UAlAiNAX tXlf J.l*ATSIU^rTAJ. V iVrmA3TVXU^l'UNl/iT* X V tlTVtt X li X^liM 

WTVTWDTET ATKrATLlWEOTGY S PNPERQG PLVPNTLWGAF S DLRAI QNLMDI SVNGAD 
YHRGFWVSGIANFLHKSGSDTKRKFRHNSAGYAIX3WAKTPSDDIFSAAFC 
LVSKNNANI YAGSLYYQHI SYWSAWQNLI^NTIGAEAPLVLNAQLTYCHASNDMKTNMTT 
TYAPRKTTYAEIKGDWGNIX^FGVEIX^TVPIQTES StiLFDMYSPFLKFQLVHTHQDDFKE 
NNSDQGRYFESSNLTNLSLPIGIKFERFANNDTASYHVTAAYSPDrVRSNPIX^ 
PDSAVWVTKANNLARS AFMLQAGNYLSL SHNIE I F SQFGFELRGS SRTYNVDLGSKIQF 



Comments and suggestions to blast-help® ncbi.nlm.nih. g ov 



http^/www. ncbl-nlm.nlh.gov/bla9t/bl2ieq/bl2.html 
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Blast Result 



♦ F S+GY G+ A FS F Q + K + +KN N+ + + Q 

Sbjct: 559 SDTKRKFRHNSAGYAIXTVYAKTPSDDIFSAAFC^ 618 

Query: 753 EMLFSLQEGFLLAKLVGLYSYGDHN CHHFYTQGENLT S - • ■ — QGTFR 795 

+S + LL ; +G . + N . CH N+T+ +G + 

Sbjct: 619 I SYWSAWQN- LLQNTIGAEAPLVLNAQLTYCHASNDMKTNM^ 677. 

Query: 796 SQTMGGAVFFDLPMKPFGSTHI-LTAPFLGAI/3IYSSLSHFTEVGAYPRSFSTKTP 854 

+ G + \ +P++ S + +PFL +++ / F E + . + + L N+ 
Sbjct: 678 NDCFGVELGATVPIQTESSIXFDMYSPFI^ 737 

Query: 855 LVP IGVKGS FMNATQRPQAVTTVEIiAYQPVLYRQELEIATQLLAS - -KGIWFGSGS PS SRH 912 

+PIG+K A ++ V AY P + R + TLL S +W + +R 

Sbjct: . 738 SLPIGIKFERF-ANNDTASYKVTW^YSPDtt^ 796 

Query: 913 A 913 
A 

Sbjct: 797 A 797 

CPU time: 0.22 user sees. 0.03 sys. sees 0.25 total sees. 

Lambda K H , 

0.316 0.132 0.396 

Gapped 

Lambda K H 

0.267 0.0410 0.140 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Hits to DB: 9570 

Number of Sequences : 0 

Number of extensions: 806 

Number of successful extensions: 12 

Number of sequences better than 10.0: 1 

Number of HSP's better than 10.0 without gapping: 1 

Number of HSP's successfully gapped "in prelim test: 0 

Number of HSP's. that attempted gapping in prelim test: 0 

Number of HSP ' s gapped (non-prelim) : 2 

length of query: 955 

length of database: 326,887,585 

effective HSP length: 133 

effective length of query: 822 

effective length of database: 281,363,015 

effective search space: 231280398330 

effective search space used: 231280398330 

T: 9 

A: 40 

XI: 16 ( 7.3 bits) 
X2: 129 (49.7 bits) 
X3: 129 (49.7 bits) 
SI: 41 (21.6 bits) 
S2: 78 (34.7 bits) 



http-iAvww.ncbl.nlm.nIh.gov/bltst/bl28eq/wb1a8t2.cgI? 
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BLAST 2 SEQUENCES 



This tool produces the alignment of two given sequences using BLAST engine for local alignment 
The stand-alone executable for blasting two sequences (bl2seq) can be retrieved from NCBI ftp site 

Reference: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences", 
FEMS Microbiol Lett 174:247-250 



Program f 



|§|jMa&i& 



Parameters used in BLASTN prog ram only: 

Reward for a match:[ {Penalty for a mismatch:] 

[§ Use Me ga BLAST Strand option f 



Opengap[ii j and extension gap [i j penalties 

gap x_dropoff [so I expect |l0.0j word size [J r FQter |2f 



Sequence 1 Enter accession or GI [clone e or download from file \~~ 

~to:[5 



or sequence in FASTA format from: 



uxuri5i*xj55TDm-riiUjSbyiTUjSXS£U^ 

DP EP AS SATITDPKKANRFHRTLLLTWLPAGYVP S PKHRS PL IANTLWGNMLLATE S LKNS 

AELTPSDHPFWGITGGGLGMMVYQEPRENHPGFHMRSSGYFAGMI^ 

KLNERYAKNNVSSX^SCQGEMLFSLQEGFIXAKLVGLYSYGDHNCHHFY^ 

FRSQTMGGAWFDLPMKPFGSTHILTAPFI/IALGIYSSLSHFTEVGAYPRSFSTKTPLI^ 

LVPIGVKGSFMNATQRPQAWTVE1AYQPVLYRQELEIATQLIASKGIWFGSGSPSSRHAMS 

YKISQQTQPLSWLTLHFQYHGFYSSSTFCNYLNGEIALRF , 



Sequence 2 Enter accession or GI |pomp91a or download from file £ 
or sequence in FASTA format from: |o . j to:|o | 



MDISVNGADYHRGFWVSGLGNFLHKSGSDTKRKFIU^ 

QI^GKDIO)YLVSKNSST\rx"AGSIYYQHISYWNTV^^ 

NNMKTNMTDTYAPPKTTYSEIKGDWGND^ 

AHQDDFKEIWSDQGRYFESNNLTNLSMPIGVKLEKFSHKDTASYNL 

CTASLLVS PTSAVWVTKANNLARHAF ILQAGNYLALTRNTELFSQFGFELRGSCRTYNID 

LGSKIQF . • 



Comments and suggestions to blast-kelp@ncbLnlnLnih. f ov 



http7/www. ncbl.nl m.nlh.flOV/blQ8t/bl25oq/bl2.ht ml 
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Blast 2 Sequ nces results 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 223 [Apr-24-2002] 



gap 6pen: |U | gap extension: \i \ 



x_dropoff: [sol expect |i(M>! wordsize: [SP] EllSt Wl 




Sequence 1 lcljseq^l Length 955 (1 955) f> K P ^ P r £ ■ a ^ 
Sequence 2 lcl|se<u2 Length 847 (1 .. 847) P ° P ^ ' /V ' 

2 




NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 
Score = 174 bits (441) , Expect = 7e-42 

Identities = 196/767 (25%), Positives = 318/767 (40%) , Gaps = 101/767 (13%) 



t ti i 




Query: 190 LFMDNICIQTNTAGKGGAIYAGTSNSFESNNCDLFFINNACCAGGAIFSPICSLTGN 246 

L DNI T ++ G +GT+ + + + LF + A C GA GN 
Sbjct: 97 LCFDNIT — TQSSHPGAISVSGTNKTLDISGFSLF- - SCAYCPPGATGYGAIKAVGNTTI 152 

Query: 247 - -RGNIVFYNNRCFKNVETASSEASDGGAI KVTTRLDVTGNRGRI FF SDMITKNYGGAIY 304 

++VF+ KN T A A L + N+ +F ++N + + GGAIY 

Sbjct: 153 KDNSSLVFH KNCSTGEGGAIQCKASSSEAELKIENNQNLVF-AENSSSSSGGAIY 206 

Query: 305 APWTLVDNG PTYF INN- - - VANNKGGAI YI -DGTSNSKI SADRHAI IFNENIVTNVTSA 360 

A +T+V GPT F NN ++ KGGAI I D ++AD I F+ N + 

Sbjct: 207 ADKLTIVSGGPTLFSNNSVSASSPKGGAICIKDSGGECSLTADLGDITFDGNKIIKTNGG 266 

Query: 361 NGTSTSANPPRRNAITVASSSGEILLGAGSSQNLIFYDPIEVSNAGVSVSFNKE — ADQT 418 

+ T T RN+I + SS LA + FYDPI ++ NK+ D T 

Sbjct: 267 S PTVT « - - — RNS IDLGS SGKFTKLNAKEGFG I FF YDPI - TGGG SDELNINKQDTVDYT 319 

Query: 419 GSVVFSGATVNSADFH-QRNLQTKTPAPLTLSNGFLCIEDHAQLTVNRFTQT-GGW 47 6 

G +VFSG ++ + NL++ PL + +G L ++D L FTQT G V + 

Sbjct: 320 GKIWSGERLSDEEKKVAANIJCSDFKQPLKIGSGSLILKDGVTLETKSFTQTEGATVVMD 379 

Query: 477 NGAVLSCYKNGAGNS ASNAS ITLKHIGLNLS S I LKSGAEI FLLWVEPTNNSNNYTAiyrAA 536 

G L +G +ITL ++ +N++S+ G VE T S T + 

Sbjct: 380 LGTTLQTPSSGG ETITLTNIJDINVASLGGGGVAPDPAKVEATTESKTVTINA — 431 

Query: 537 TFSLSDVKLSLIDDYGNSFYESTDLTHALSSQPMLS IS — EASDNQLRSDDMDFSGIiNVP 594 

++L+DD GN+ YE L +SQP +1 S + + P 

Sbjct: 432 VNLVDDNGNA- YEYP I LA AS QPFTAI EVRSGSSG S I TKPTTNLENYTP P 479 

Query: 595 -HYGWQGLWSWGWAKTQDPEPASSATITDPKKANRFHRTLLLTWLPAGYVPSPKHRSPLI 653 

HYG+QG W+ W + SSA +T LTW GY P+P+ + L+ 

Sbjct: 480 THYGYQGNWTVTOKQ GSSAQ EKT ATLTWEQTGYS PNPERQGSLV 523 

Query: 654 ANTLWGNMUATESLKNSAELTPSDHPFW-GITGGGLGMMVYQEPRENHPGFHMRSSGY^ 712 

NTLWG+ +++N +++ + + G GLG +++ + F S+GY 

Sbjct: 524 PNTLWGS -FSDIRAIQJILMDISWGADYHRGFWVSGLGNFLHKSGSDTKRKFRHNSAGYA 582 



Query: 713 AGMIA — GQTHTFSLKFSQTYTKLNERYAKNNVSSKNYSCQGEMLF- 



-SLQE 760 
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G+ A FS F Q + K ++ Y + SS Y+ G + + +L + 

Sbjct: 583 LGVYAQTP S EDVF S AAF CQ LFGK - DKD YLVS KNS STVY A — G S I YYQH I S YWNTWNTLLQ 639 

Query: 761 GFLLAKLVGLYS YGDHNCHHFYTQGENLTS ■ QGTFRSQTMGGAVFFDLP 808 

. L A+ + + CH N+T +G + + G P 

Sbjct : ; 640 OTIiGAEAPLVLNAQIAYCHASNNMKTNMTOT 699 , 

Query: 809. MKPFGSTHILTAPFLGAW IYS SLSHFTEvGAYPRSFSTKTPLINvLTOIGVKGSFMNAT 868 

++ + +PF+ +++ F E + + : L N+ +PIGVK + 

Sbjct:, 700 IETASLLFDMYS PFVKLQLVHAHQDDFKENNSDQGRYFESNNLTNLSMPIGVKLEKF- SH 758 

Query : 869 QRPQAWTVELAYQPVLYRQELEIATQLLAS — KGIWFGSGSPSSRHA 913 

+ ++ + LAY P + R + LL S +W" + +RHA 
Sbjct: 759 KDTASYNLTIAYAPDrVRSNPDCTASLLV^ 805 

CPU time: . 0.23 user sees. 0.03 sys. sees 0.26 total sees. 

Lambda' K H 

0.316 0.132 0.396 

K . H 
0.0410 0.140 



Matrix: BLOSUM62 

Gap Penalties: Existence: li, Extension: I 

Number of Hits to DB: 10,082 

Number of Sequences : 0 

Number of extensions: 843 

Number of successful extensions: 16 

Number of sequences better than 10.0: 1 

Number of HSP's better than 10.0 without gapping: 1 

Number of HSP's successfully gapped in prelim test: 0 

Number of HSP's that attempted gapping, in prelim test: 0 

Number of HSP's gapped (non-prelim): 2 

length of query: 955 . ^ 

length of database: 326,887,585 ' 

effective HSP length: 133 

effective length of query: "822 

effective length of database: 281,363,015 

effective search space: 231280398330 

effective search space used: 231280398330 

T: 9 

A: 40 

XI: 16 { 7.3 bits) 
X2: 129 (49.7 bits) 
X3: 129 (49.7 bits) 
SI: 41 (21.6 bits) 
S2: 78 (34.7 bits) 



Gapped 
Lambda 
0.267 
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BLAST 2 SEQUENCES 

This tool produces the alignment of two given sequences using BLAST engine for local alignment 

The stand-alone executable for blasting two sequences (bl2seq) can be retrieved from NCBI ftp site . ' . 

Reference: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences", 
FEMS Microbiol Lett 174:247-250 

I Matrix | 



Parameters used in BLASTN prog ram only: 

Reward for a match:[_ {Penalty for a mismatch:^ 



H Use Mega BLAST Strand option 



Open gap [ii^ J and extension gap [l 1 penalties 

gap x_dropoff [so \ expect |io.O; word size |3 ; Filter |gf 



Sequence 1 Enter accession or GI [clone e or download from file 
or sequence in FASTA format from:| o j to: [tT j 



DPEPAS S ATITDPKKANRFHRTLLLTWLPAGYVPS FKHRS PLIANTLWGNMLIATESLKNS 

AELTPSDHPFWGITGGGIX3MM\TfQEPREiraPG 

KLNERYAKNWSSKNYSCQGEMLFSLQEGFIJuA^ 

FRSQTMGGAVFFDLPMKPFGSTHILTAPFLGA1X3IYSSLSHFTEVGAYPRSFSTKTPLIW 
LVPIGVKGSFMNATQRPQAWTVEIAYQPVL^ 

YKISQQTQPLSWLTLHFQYHGFYSSSTFCNYLNGEIALRF - 



Sequence 2 Enter accession or GI [pomp9ib or download from file | 
or sequence in FASTA format from: o jto: |o ~" 



Ul b VWViHJJ X SKVirW V SaijiWriaWA.3WS17rfLKJ^rKrtn5>AW X AlAiV X Hyrf bUUVCSAAT L.V 

LFGKDKDYFVSKNS STI YAGS I YYQHI S YW^^ViNTLLQNTIJGAEAPLVIlKAQLTYCHASN 
NMKTNMTNTYTPKNVTPSEIKGIWGNrXFG 

HQDDFKENNSDQGRYFESNNLTNLSMPIGVKLEKF SHKLTAS YNLT^ 

TASLLVS PTS AVWVTKANNLARHAF I LQ AGNYLALTRNTELF SQFGFELRGSCRTYNIDL 

GSKIQF V 



Comments and suggestions to blast-help@ncblnlm.nilL% ov 



h«p^www.ncbU!m.nlh.Qov/blaat/bl289q/bl2.html 
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Blast2Sequ nces r suits 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 223 [Apr-24-2002] 
Matrix ISBE©;SlpI§-2f|3aa gap open:[iij gap extension: pH 



x_dropoff: [so* expect 1 10 . o! wprdsize: FaT; Filter |^ 



Sequence 1 lcl|seq_l Length 955 (1.955) prA p (T P?"A -'3 QUI* 
Sequence 2 lcl|seq_2 Length 846 (1 .. 846) Pc^f 3 |j3 . 

2 




NOTE.The statistics (bitscore and expect value) is calculated based on the size of nr database 



Score = 162 bits (409)/ Expect = 4e-38 

Identities = 193/790 (24%), Positives = 324/790 (40%), Gaps 



101/790 (12%) 

Query: 172 GAI STANTFWS ENQ S C FLFMDN IC 1 QTNT AGKGG AI YAGTSNS FE SNNCDLFF 225 

G S N SB F+ N +C I T ++ G +GT+ + + + LF 

Sbjct: 68 GKDS PliNKSCFSETTENLSFIGNGYTLCFDNITTQSSHPGAI SVSGTNKTLDI SGFSLFS 127 

Query: 226 INNACCAG GAIFSPICSLTGNRGNIWVN^CFKNVETASSEASDGGAIKVTTRLD 281 

C G GAI + + + ++VF+ KN TA A + T L 

Sbjct: 128 CAYCC PPGTTGYGAI QTKGTTTLKDNS SLVFH KNCSTAEGGAIQCKSSSSTAELK 182 

Query: 282 VTGNRGRI FF S DNI TKNYGGAI YAPWTL VDNG PTYF INN - VANN KGGAI YI - DGT S 336 

+ N+ +F S+N +K GGAIYA +T+V GPT F NN V++N KGGAI I D 
Sbjct: 183 LENNKNLVF-SENSSKEKGGAIYADKLTIVSGGPTLFSNNSVSHNSSPKGGAICIKDSDG 241 

Query: 337 NSKISADRHAIIFNENIVTNVTSANGTSTSANPPRRNAIWASSSGEILLGAGSSQNLIF 396 

++A+ I F+ N + + T T RN+I + S LA' + F 

Sbjct: 242 ECSLTANLGDITFDGNKIITTNGGSPTVT RNSIDLGSGGKFTKLNAKEGFGIFF 295 

Query: 397 YDPIEVSNAGVSVSFNK EADQTG SWF SGATVNS AD - FHQRNLQTKTPAPLTLSNGF 452 

YDPI + + NK + TG +VFSG ++ + NL++ PL + G 

Sbjct: 296 YDPIANTGGSTEIELNKTESDTTYTGKIWSGEKLSD^ 355 

Query: 453 LCIEDHAQLTVNRFTQT-GGOTSLGNGAVLSCYKNGAGNSAS 511 

L ++D L + TQT G V + G L S+S +ITL ++ +N++S+ 

Sbjct: 356 LVLKIXSVTLEAKKITQTKGSTVvMDLGTTLQT PSSSGETITLTNLDINIASLGG 409 

Query: 512 SGAEIPLLWVEPTNNSNNYTADTAATFSLSDVKLSLIDDYGNSPYESTDLTHALSSQPML 571 . 

G P A A+ ++S ++L++ N+ YE L+ + S + 

Sbjct: 410 GGGTAPA-- KLATNTASQAISIAAVNLVNTDSNT-YEDPILSASKSFSAIT 457 

Query: 572 SISEASDNQLRSDDMDFSGLNVP-HYGWQGLWSWGWAKTQDPEPASSATITDPKKAN^ 630 

+ +S + + ++ P HYG+QG W+ W + SSA 
Sbjct: 458 ATT--SSSTVTPPETNLKNYTPPTHYGYQGNWTVTW KQGSSAQ E 499 

Query: 631 RTLLLTWLPAG YVPSPKHRS PLIANTLWGNMLLATE SLKNS AELT PSDHPF- WG ITGGGL 689 

+T LTW GY P+P+ L+ NTLWG T +++N +++ + + G . L 

Sbjct: 500 KTATLTWEQTGYSPNPERVGSLVPNTLWG -AFSDTRAIQNLMDI SVNGADYSRGFWVSSL 558 

Query: 690 GMMVYQEPRENHPGFHMRSSGYFAGMIA- -GQTHTFSLKFSQTYTKLNERYAKNNVSSKN 747 

http://www.ncbi.nlm. nlh.gov/bla3t/bl2s©q/wbla3t2.cgl? 
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Blast Result 



+ + + F S+GY G+ A S F Q + K + + N SS 

Sbjct: 559 ANFLNKSG SDTKRKFRHHS AGYALGVYAQTPSDDVC S AAFCQLFGKDKDYFVSKN- SSTI 617 

Query; 748 YSCQGEMLF SI^EGFLIAKLVGLYSYGDHNCHHFYTQGENLTS 790 

Y+ G + + +L + L A+ + + CH N+T+ 

Sbjct: 618 YA--GSrY*QHISYWNTWNTLLQNTI^^ 675 

Query: 791 — — -QGTFRSQTMGGAVFFDLPMKPFGSTHILTAPFIjGALGIYSSLSHFTEVGAYPRSF 845 

+G + + G P++ + +PF+ . +++ F E + + 

Sbjct: 676 TPSEIKGDWGMXTFGVEFGAKAPIETASI^DMYSPFVK 735 

846 STKTPLINVLVPIGVKGSFMNATQRPQAWTVEIAYQPVLYRQELEIATQL^^ — KGIWF 903 

L N+ +PIGVK + + ++ + LAY P + R + LL S +W • 

736 FESNNLTNLSMPIGVKLEKF-SHKDTASYNLTIAYAPDIVRSNPDCT 794 

Query: 904 GSGSPSSRHA 913 

+ ,+RHA '. 
Sbjct: 795 TKANNLARHA 804 

CPU time: 0.23 user sees. 0.03 sys. sees 0.26 total sees. 

Tiflfflhria "K H 

0.316 0.132 0.396 



K H 
0.0410 0.140 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Hits to DB: 10,170 

Number of Sequences: 0 

Number of extensions: 837 

Number of successful extensions: 13 

Number of sequences better than 10.0:1 

Number of HSP's better than 10.0 without gapping: 1 

Number of HSP's successfully gapped 'in prelim test: 0 

Number of HSP's that attempted gapping in prelim test: 0 

Number of HSP's gapped (non-prelim): 2 

length of query: 955 

length of database: 326,887,585 

effective HSP length: 133 

effective length of query: 822 

effective length of database: 281,363,015 

effective search space: 231280398330 

effective search space used: 231280398330 

T: 9 

A: 40 

XI: 16 ( 7.3 bits) 
X2: 129 (49.7 bits) 
X3: 129 (49.7 bits) 
SI: 41 (21.6 bits) . 
S2: 78 (34.7 bits) 



Gapped 
Lambda 
0.267 



httpJ/www.ncbl.nlm.nfh.gov/bla3t/bl2seqArtJlast2.col7 



